A memetic algorithm for discovering negative correlation biclusters of DNA microarray data by W. Ayadi & J.K. Hao
A memetic algorithm for discovering negative correlation
biclusters of DNA microarray data
Submitted by Jin-Kao Hao on Mon, 01/26/2015 - 10:21
Titre A memetic algorithm for discovering negative correlation biclusters of DNAmicroarray data
Type de
publication Article de revue
Auteur Ayadi, Wassim [1], Hao, Jin-Kao [2]
Editeur Elsevier





Titre de la revue Neurocomputing
ISSN 0925-2312
Mots-clés Biclustering; Microarrays data; Negative correlations; Memetic algorithm [3]
Résumé en
anglais
Most biclustering algorithms for microarrays data analysis focus on positive
correlations of genes. However, recent studies demonstrate that groups of
biologically significant genes can show negative correlations as well. So,
discovering negatively correlated patterns from microarrays data represents a
real need. In this paper, we propose a Memetic Biclustering Algorithm (MBA)
which is able to detect negatively correlated biclusters. The performance of the
method is evaluated based on two well-known microarray datasets (Yeast cell
cycle and Saccharomyces cerevisiae), showing that MBA is able to obtain
statistically and biologically significant biclusters.
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